ABSTRACT Previously, we assembled a model bacterial community of maize roots. Here, we report the complete genome sequences of the seven strains composing the community.
with an overview of the functional genes related to the plant-associated activity of the model bacterial community and should serve as a useful guide and resource for future studies of bacterial interspecies interactions and bacterial community-plant interaction.
Accession number(s).
This genome sequencing project has been deposited at GenBank under the accession no. CP018756, CP018779 to CP018786, CP018845, and CP018846.
